SEQUENCE LISTING 

<110> Krieger, Monty 

<120> SR-B1 Antagonist And Use Thereof As Contraceptives And 
In The Treatment Of Steroidal Overproduction 

<130> MIT7150CIP2 

<140> 
<141> 

<150> 60/057,943 

<151> 1997-09-05 

<160> 7 

<170> Patentln Ver. 2.0 

<210> 1 
<211> 1788 
<212> DNA 
<213> Hamster 

<220> 

<221> misc_feature 
<222> (156) . . (1683) 

<223> Encodes amino acid sequence for the Hamster 
Scavenger Receptor Class B-I 

<400> 1 

gccacctgca gggctactgc tgctccggcc actgcctgag actcaccttg ctggaacgtg 60 
agcctcggct tctgtcatct ctgtggcctc tgtcgcttct gtcgctgtcc cccttcagtc 120 
cctgagcccc gcgagcccgg gccgcacacg cggacatggg cggcagcgcc agggcgcgct 18 0 
gggtggcggt ggggctgggc gtcgtggggc tgctgtgcgc tgtgctcggt gtggttatga 240 
tcctcgtgat gccctcgctc atcaaacagc aggtactgaa gaatgtccgc atagacccca 3 00 
gcagcctgtc ctttgcaatg tggaaggaga tccctgtacc cttctacttg tccgtctact 360 
tcttcgaggt ggtcaatccc agcgagatcc taaagggtga gaagccagta gtgcgggagc 42 0 
gtggacccta tgtctacagg gaattcagac ataaggccaa catcaccttc aatgacaatg 480 
atactgtgtc ctttgtggag caccgcagcc tccatttcca gccggacagg tcccacggct 54 0 
ctgagagtga ctacattata ctgcctaaca ttctggtctt ggggggcgca gtaatgatgg 600 
agagcaagtc tgcaggcctg aagctgatga tgaccttggg gctggccacc ttgggccagc 660 
gtgcctttat gaaccgaaca gttggtgaga tcctgtgggg ctatgaggat cccttcgtga 720 
attttatcaa caaatactta ccagacatgt tccccatcaa gggcaagttc ggcctgtttg 78 0 
ttgagatgaa caactcagac tctgggctct tcactgtgtt cacgggcgtc cagaacttca 840 
gcaagatcca cctggtggac agatggaatg ggctcagcaa ggtcaactac tggcattcag 900 
agcagtgcaa catgatcaat ggcacttccg ggcagatgtg ggcaccattc atgacacccc 960 
agtcctcgct ggaattcttc agtccggaag cctgcaggtc tatgaagctc acctaccatg 1020 
attcaggggt gtttgaaggc atccccacct atcgcttcac agcccctaaa actttgtttg 1080 
ccaatgggtc tgtttaccca cccaatgaag gtttctgccc gtgccttgaa tccggcattc 1140 
aaaatgtcag cacttgcagg tttggtgcac ccctgtttct gtcacaccct cacttctaca 12 00 
atgcagaccc tgtgctatca gaagccgttc tgggtctgaa ccctgaccca agggagcatt 1260 
ctttgttcct tgacatccat ccggtcactg ggatccccat gaactgttct gtgaagttgc 1320 
agataagcct ctacatcaaa gctgtcaagg gcattgggca aacagggaag atcgagcccg 1380 
tggtcctccc attgctgtgg tttgagcaga gcggtgccat gggcggcgag cccctgaaca 1440 
cgttctacac gcagctggtg ctgatgcccc aggtacttca gtatgtgcag tatgtgctgc 1500 
tggggctggg cggcctcctg ctgctggtgc ccgtcatcta ccagttgcgc agccaggaga 1560 
aatgcttttt attttggagt ggtagtaaaa agggctcgca ggataaggag gccattcagg 1620 
cctactctga gtctctgatg tcaccagctg ccaagggcac ggtgctgcaa gaagccaagc 1680 
tgtagggtcc caaagacacc acgagccccc ccaacctgat agcttggtca gaccagccat 1740 
ccagccccta caccccgctt cttgaggact ctctcagcgg acagtcgc 1788 
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<210> 2 
<211> 509 
<212> PRT 
<213> Hamster 

<220> 

<221> TRANSMEM 
<222> (9) . . (32) 
<223> Putative 

<220> 

<221> TRANSMEM 
<222> (440) . . (464) 
<223> Putative 

<220> 

<221> CARBOHYD 
<222> (102) . . (104) 
<223> Potential 

<220> 

<221> CARBOHYD 
<222> (108) . . (110) 
<223> Potential 

<220> 

<221> CARBOHYD 
<222> (173) . . (175) 
<223> Potential 

<220> 

<221> CARBOHYD 
<222> (212) . . (214) 
<223> Potential 

<220> 

<221> CARBOHYD 
<222> (227) . . (229) 
<223> Potential 

<220> 

<221> CARBOHYD 
<222> (255) . . (257) 
<223> Potential 

<220> 

<221> CARBOHYD 
<222> (310) . . (312) 
<223> Potential 

<220> 

<221> CARBOHYD 
<222> (330) . . (332) 
<223> Potential 

<220> 

<221> CARBOHYD 
<222> (383) . . (385) 
<223> Potential 



MIT7150CIP2 

588436.1 2 20220/447 



<220> 

<221> DISULFID 
<222> (21) 
<223> Potential 



<220> 

<221> DISULFID 
<222> (251) 
<223> Potential 



<220> 

<221> DISULFID 

<222> (280) 

<223> Potential 



<220> 

<221> DISULFID 

<222> (321) 

<223> Potential 



<220> 

<221> DISULFID 

<222> (323) 

<223> Potential 



<220> 

<221> DISULFID 

<222> (334) 

<223> Potential 



<220> 

<221> DISULFID 

<222> (384) 

<223> Potential 



<220> 

<221> DISULFID 
<222> (470) 
<223> Potential 



<400> 2 

Met Gly Gly Ser Ala Arg Ala Arg Trp Val Ala Val Gly Leu Gly Val 
15 10 15 

Val Gly Leu Leu Cys Ala Val Leu Gly Val Val Met lie Leu Val Met 
20 25 30 

Pro Ser Leu lie Lys Gin Gin Val Leu Lys Asn Val Arg lie Asp Pro 
35 40 45 

Ser Ser Leu Ser Phe Ala Met Trp Lys Glu lie Pro Val Pro Phe Tyr 
50 55 60 

Leu Ser Val Tyr Phe Phe Glu Val Val Asn Pro Ser Glu lie Leu Lys 
65 70 75 80 

Gly Glu Lys Pro Val Val Arg Glu Arg Gly Pro Tyr Val Tyr Arg Glu 
85 90 95 

Phe Arg His Lys Ala Asn lie Thr Phe Asn Asp Asn Asp Thr Val Ser 
100 105 110 
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Phe Val Glu His Arg Ser Leu His Phe Gin Pro Asp Arg Ser His Gly 
115 120 125 

Ser Glu Ser Asp Tyr lie lie Leu Pro Asn He Leu Val Leu Gly Gly 
130 135 140 

Ala Val Met Met Glu Ser Lys Ser Ala Gly Leu Lys Leu Met Met Thr 
145 150 155 160 

Leu Gly Leu Ala Thr Leu Gly Gin Arg Ala Phe Met Asn Arg Thr Val 
165 170 175 

Gly Glu He Leu Trp Gly Tyr Glu Asp Pro Phe Val Asn Phe He Asn 
180 185 190 

Lys Tyr Leu Pro Asp Met Phe Pro He Lys Gly Lys Phe Gly Leu Phe 
195 200 205 

Val Glu Met Asn Asn Ser Asp Ser Gly Leu Phe Thr Val Phe Thr Gly 
210 215 220 

Val Gin Asn Phe Ser Lys He His Leu Val Asp Arg Trp Asn Gly Leu 
225 230 235 240 

Ser Lys Val Asn Tyr Trp His Ser Glu Gin Cys Asn Met He Asn Gly 
245 250 255 

Thr Ser Gly Gin Met Trp Ala Pro Phe Met Thr Pro Gin Ser Ser Leu 
260 265 270 

Glu Phe Phe Ser Pro Glu Ala Cys Arg Ser Met Lys Leu Thr Tyr His 
275 280 285 

Asp Ser Gly Val Phe Glu Gly He Pro Thr Tyr Arg Phe Thr Ala Pro 
290 295 300 

Lys Thr Leu Phe Ala Asn Gly Ser Val Tyr Pro Pro Asn Glu Gly Phe 
305 310 315 320 

Cys Pro Cys Leu Glu Ser Gly He Gin Asn Val Ser Thr Cys Arg Phe 
325 330 335 

Gly Ala Pro Leu Phe Leu Ser His Pro His Phe Tyr Asn Ala Asp Pro 
340 345 350 

Val Leu Ser Glu Ala Val Leu Gly Leu Asn Pro Asp Pro Arg Glu His 
355 360 365 

Ser Leu Phe Leu Asp He His Pro Val Thr Gly He Pro Met Asn Cys 
370 375 380 

Ser Val Lys Leu Gin He Ser Leu Tyr He Lys Ala Val Lys Gly He 
385 390 395 400 

Gly Gin Thr Gly Lys He Glu Pro Val Val Leu Pro Leu Leu Trp Phe 
405 410 415 

Glu Gin Ser Gly Ala Met Gly Gly Glu Pro Leu Asn Thr Phe Tyr Thr 
420 425 430 

Gin Leu Val Leu Met Pro Gin Val Leu Gin Tyr Val Gin Tyr Val Leu 
435 440 445 
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Leu Gly Leu Gly Gly Leu Leu Leu 
450 455 

Arg Ser Gin Glu Lys Cys Phe Leu 
465 470 

Ser Gin Asp Lys Glu Ala lie Gin 
485 

Pro Ala Ala Lys Gly Thr Val Leu 
500 




Leu Val Pro Val lie Tyr Gin Leu 
460 

Phe Trp Ser Gly Ser Lys Lys Gly 
475 480 

Ala Tyr Ser Glu Ser Leu Met Ser 
490 495 

Gin Glu Ala Lys Leu 
505 



<210> 3 

<211> 1785 

<212> DNA 

<213> Mouse 



<220> 

<221> misc_f eature 
<222> (51) . . (1577) 

<223> Encodes the amino acid sequence for the murine 
Scavenger Receptor Class BI 



<400> 3 

ccgtctcctt 

gctccagggc 

tcggcgttgt 

tccgcataga 

acttgtctgt 

cagtagtccg 

ccttcaatga 

acaagtcgca 

gctcgatatt 

tcaccatggg 

acgatccctt 

aatttggcct 

gcgtccagaa 

attattggca 

ccttcatgac 

agctgaccta 

ccgatactct 

gagagtctgg 

acccccactt 

acccaaagga 

gttctgtgaa 

ggaagatcga 

gcaagcccct 

cgcagtatgt 

tgcgcagcca 

aggaggccat 

tgcaagaagc 

ggtcagacca 

ccaccagtgc 

atgcccacgc 



caggtcctga 
gcgctgggtg 
catgatcctc 
cccgagcagc 
ctacttcttc 
ggagcgtgga 
caacgacacc 
tggctcagag 
gatggagagc 
ccagcgtgct 
cgtgcatttt 
gtttgttggg 
tttcagcagg 
ttcagagcag 
acccgaatcc 
caacgaatca 
gtttgccaac 
cattcagaat 
ttacaacgcc 
gcattccttg 
gatgcagctg 
gccagtagtt 
gagcacgttc 
gctgctgggg 
ggagaaatgc 
tcaggcctac 
caagctatag 
gccacccagt 
catggcctga 
atgtgcaaaa 



gccccgagag 
gccttggggt 
atggtgccct 
ctgtccttcg 
gaagtggtca 
ccctatgtct 
gtgtccttcg 
agtgactaca 
aagcctgtga 
tttatgaacc 
ctcaacacgt 
atgaacaact 
atccatctgg 
tgtaacatga 
tcgctggaat 
agggtgtttg 
gggtccgtct 

gtcagcacct 
gaccctgtgt 
ttcctagaca 
agcctctaca 
ctgccgttgc 
tacacgcagc 
cttggaggcc 
tttttgtttt 
tctgagtccc 
ggtcctgaag 
ccctacaccc 
gcccccagat 
acaactcagg 



ccccttccgc 
tgggcgccct 
ccctcatcaa 
ggatgtggaa 
acccaaacga 
acagggagtt 
tggagaaccg 
ttgtactgcc 
gcctgaagct 
gcacagttgg 
acctcccaga 
cgaattctgg 
tggacaaatg 
tcaatgggac 
tcttcagccc 
aaggcattcc 
acccacccaa 
gcaggtttgg 
tgtcagaagc 
tccatccggt 
tcaaatctgt 
tgtggttcga 
tggtgctgat 
tcctgttgct 
ggagtggtag 
tgatgtcacc 
acactataag 
cgcttcttga 
gtcacacctg 
gaccagggac 



gcacgcggac 
ggggctgctg 
gcagcaggtg 
ggagatcccc 
ggtcctcaac 
cagacaaaag 
cagcctccat 
taacatcttg 
gatgatgacc 
tgagatcctg 
catgcttccc 
ggtcttcact 
gaacggactc 
ttccgggcag 
ggaggcatgc 
cacgtatcgc 
cgaaggcttc 
tgcgcctctg 
tgttcttggt 
cactgggatc 
caagggcatc 
acagagcgga 
gccccaggtt 
ggtgcccatc 
taaaaagggc 
agctgccaag 
ccccccaaac 
ggactctctc 
tccgcacgca 
agacc 



atgggcggca 
tttgctgcgc 
ctcaagaatg 
gtccctttct 
ggccagaagc 
gtcaacatca 
ttccagcctg 
gtcctggggg 
ttggcgctgg 
tggggctatg 
ataaagggca 
gtcttcacgg 
agcaagatcg 
atgtgggcac 
aggtccatga 
ttcacggccc 
tgcccatgcc 
tttctctccc 
ctgaacccta 
cccatgaact 
gggcaaacag 
gcaatgggtg 
cttcactacg 
atctgccaac 
tcccaggata 
ggcacggtgc 
ctgatagctt 
agcggacagc 
cggcacatgg 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1560 

1620 

1680 

1740 

1785 
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<210> 4 
<211> 509 
<212> PRT 
<213> Mouse 

<400> 4 

Met Gly Gly Ser Ser Arg Ala Arg Trp Val Ala Leu Gly Leu Gly Ala 
15 10 15 

Leu Gly Leu Leu Phe Ala Ala Leu Gly Val Val Met He Leu Met Val 
20 25 30 

Pro Ser Leu He Lys Gin Gin Val Leu Lys Asn Val Arg He Asp Pro 
35 40 45 

Ser Ser Leu Ser Phe Gly Met Trp Lys Glu He Pro Val Pro Phe Tyr 
50 55 60 

Leu Ser Val Tyr Phe Phe Glu Val Val Asn Pro Asn Glu Val Leu Asn 
65 70 75 80 

Gly Gin Lys Pro Val Val Arg Glu Arg Gly Pro Tyr Val Tyr Arg Glu 
85 90 95 

Phe Arg Gin Lys Val Asn He Thr Phe Asn Asp Asn Asp Thr Val Ser 
100 105 110 

Phe Val Glu Asn Arg Ser Leu His Phe Gin Pro Asp Lys Ser His Gly 
115 120 125 

Ser Glu Ser Asp Tyr He Val Leu Pro Asn He Leu Val Leu Gly Gly 
130 135 140 

Ser He Leu Met Glu Ser Lys Pro Val Ser Leu Lys Leu Met Met Thr 
145 150 155 160 

Leu Ala Leu Val Thr Met Gly Gin Arg Ala Phe Met Asn Arg Thr Val 
165 170 175 

Gly Glu lie Leu Trp Gly Tyr Asp Asp Pro Phe Val His Phe Leu Asn 
180 185 190 

Thr Tyr Leu Pro Asp Met Leu Pro He Lys Gly Lys Phe Gly Leu Phe 
195 200 205 

Val Gly Met Asn Asn Ser Asn Ser Gly Val Phe Thr Val Phe Thr Gly 
210 215 220 

Val Gin Asn Phe Ser Arg He His Leu Val Asp Lys Trp Asn Gly Leu 
225 230 235 240 

Ser Lys He Asp Tyr Trp His Ser Glu Gin Cys Asn Met He Asn Gly 
245 250 255 

Thr Ser Gly Gin Met Trp Ala Pro Phe Met Thr Pro Glu Ser Ser Leu 
260 265 270 

Glu Phe Phe Ser Pro Glu Ala Cys Arg Ser Met Lys Leu Thr Tyr Asn 
275 280 285 

Glu Ser Arg Val Phe Glu Gly He Pro Thr Tyr Arg Phe Thr Ala Pro 
290 295 300 
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# 




Asp Thr Leu Phe Ala Asn Gly Ser Val Tyr Pro Pro Asn Glu Gly Phe 
305 310 315 320 

Cys Pro Cys Arg Glu Ser Gly He Gin Asn Val Ser Thr Cys Arg Phe 
325 330 335 

Gly Ala Pro Leu Phe Leu Ser His Pro His Phe Tyr Asn Ala Asp Pro 
340 345 350 

Val Leu Ser Glu Ala Val Leu Gly Leu Asn Pro Asn Pro Lys Glu His 
355 360 365 

Ser Leu Phe Leu Asp He His Pro Val Thr Gly He Pro Met Asn Cys 
370 375 380 

Ser Val Lys Met Gin Leu Ser Leu Tyr He Lys Ser Val Lys Gly He 
385 390 395 400 

Gly Gin Thr Gly Lys He Glu Pro Val Val Leu Pro Leu Leu Trp Phe 
405 410 415 

Glu Gin Ser Gly Ala Met Gly Gly Lys Pro Leu Ser Thr Phe Tyr Thr 
420 425 430 

Gin Leu Val Leu Met Pro Gin Val Leu His Tyr Ala Gin Tyr Val Leu 
435 440 445 

Leu Gly Leu Gly Gly Leu Leu Leu Leu Val Pro He He Cys Gin Leu 
450 455 460 

Arg Ser Gin Glu Lys Cys Phe Leu Phe Trp Ser Gly Ser Lys Lys Gly 
465 470 475 480 

Ser Gin Asp Lys Glu Ala He Gin Ala Tyr Ser Glu Ser Leu Met Ser 
485 490 495 

Pro Ala Ala Lys Gly Thr Val Leu Gin Glu Ala Lys Leu 
500 505 



<210> 5 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 
<400> 5 

tgaaggtggt cttcaagagc agtcct 

<210> 6 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 
<400> 6 

gattgggaag acaatagcag gcatgc 
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<210> 7 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: primer 
<400> 7 

tatcctcggc agacctgagt cgtgt 25 
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